Supplementary figures and tables
Figure S1. The accuracies (r) (a) and relative efficiency (RE) (b) of prediction models built with combinations of four marker sets and three statistical models-ridge regression best linear unbiased prediction (RR-BLUP), Bayesian LASSO (BL), and Bayesian ridge regression (BRR)-with average pasmo severity (PS) across five years (PS-mean dataset) using random five-fold cross-validation. The statistical significances of r among different statistical models are labeled with letters. Different letters show significant difference at a 5% probability level. Figure S2 . Linear regression of observed PS to the number of positive-effect QTL (NPQTL) in the 277 accessions that were used as a training population for genomic prediction. The grey band represents the 95% confidence interval. The red dashed lines represent upper and lower bounds of the 95% prediction interval. The average width of the prediction interval for all predicted values was 2.70. Table S1 . Analysis of variance of the accuracy (r) and relative efficiency (RE) for different marker sets and pasmo severity (PS) datasets using random five-fold cross-validation. 
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